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4PA-069 

Protein domain screening system for structural genomics 

Eiko Seki 1 , Takanori Kigawa 1,2 , Natsuko Matsuda 1 , Yoshihide Hayashizaki 3 , 
Shigeyuki Yokoyama 1 ' 2,4 ^RIKEN, Protein G., GSC, 2 Cell. Sig. Lab, 3 Genome 
Expl. G., GSC, 4 Grad. Sch. of Sci., Univ. of Tokyo) 

We are pursuing a research to study systematically the folds, basic units of 
protein three-dimensional structure. For this purpose, it is important to screen 
highly soluble and suitable protein domains for structural analyses, rapidly and 
experimentally. As a first step, a cDNA library was randomly fragmented, 
GFPTusion proteins of the fragments were expressed in E. coli, and fluorescing 
clones were selected. Next, as the 2nd step, those selected clones were 
expressed in cell free system, and screened on the basis of the intensity of GFP 
fluorescence. Because PCR products can be used directly as templates for 
expression, it is easy to process many samples simultaneously, and further to 
add various expression tags. Therefore, by using cell free system, easy and 
rapid analysis of many clones are available. We verified this screening system 
with mouse growth factor receptor-binding protein 2 (Grb2). The GFP 
fluorescence in the 2nd step screening was correlated with the solubility of 
deleted fragments. Thus, by using this system, we could screen protein 
domains suitable for structural analyses efficiently, from several ten thousands of 
libraries of various proteins. We are now applying this system to several 
cDNAs and screening highly soluble protein domains. 


This Page is Inserted by IFW Indexing and Scanning 
Operations and is not part of the Official Record 

BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of the original 
documents submitted by the applicant. 

Defects in the images include but are not limited to the items checked: 

□ BLACK BORDERS 

□ IMAGE CUT OFF AT TOP, BOTTOM OR SIDES 
JO-FADED TEXT OR DRAWING 

□ BLURRED OR ILLEGIBLE TEXT OR DRAWING 

□ SKEWED/SLANTED IMAGES 

□ COLOR OR BLACK AND WHITE PHOTOGRAPHS 

□ GRAY SCALE DOCUMENTS 

O LINES OR MARKS ON ORIGINAL DOCUMENT 

□ REFERENCE(S) OR EXHIBIT(S) SUBMITTED ARE POOR QUALITY 

□ OTHER:__ 

IMAGES ARE BEST AVAILABLE COPY. 

As rescanning these documents will not correct the image 
problems checked, please do not report these problems to 
the IFW Image Problem Mailbox. 


